The Autobac IDX system was evaluated for its ability to accurately identify 290 gram-negative bacilli from 18 different genera. Excluding isolates with a low identification probability, the overall sensitivity of the system was found to be 95.8%. Late lactose-fermenting Escherichia coli, Citrobacter freundii, and Proteus mirabilis accounted for over 90% of the misidentifications. The Autobac IDX system offers a rapid and reliable method for the identification of gram-negative bacilli.
cultures were also evaluated.
A total of 274 isolates were randomly chosen from routine cultures for comparison. Enterobacteriaceae were simultaneously identified by Micro-ID (General Diagnostics) and the Autobac method. Discrepant results were resolved by use of the API (Analytab Products, Plainview, N.Y.) system. Nonfermentative gram-negative rods were identified with the 48-h API system in combination with growth on Pseudosel agar slants (BBL Microbiology Systems, Cockeysville, Md.), growth at 42°C, and green pigmentation on Mueller-Hinton agar. The distribution of Enterobacteriaceae is given in The Autobac identification system consists of a lightscattering photometer, incubator-shaker, data terminal, disk dispenser, and 19-chamber cuvette. The preparation of the cuvette and the 18 inhibitory agents used in the identification system have been previously described (7) . To obtain an identification, six additional observations must be made and entered into the data terminal. Therefore, each isolate was observed for growth on MacConkey agar, whether lactose was fermented, and whether the bile salts in the medium were precipitated. In addition, results of a spot indole, a spot oxidase, and swarming on sheep blood agar were also tabulated. Cuvettes were read after 3 and 5 h of incubation. A probability of 0.80, calculated by the data terminal with two-stage quadratic discriminant analysis, was considered satisfactory for identification.
Of the 290 isolates tested, 285 could have been identified by the IDX system. Of these 285 organisms, 12 (4.2%) were misidentified to the genus level, and 14 (5.3%) gave a probability index not acceptable for identification (Table 1) . The IDX system, therefore, correctly identified ca. 90% of the isolates. Escherichia coli, Citrobacter freundii, and Proteus mirabilis identifications by the IDX system accounted for over 90% of the misidentifications. All of the Escherichia coli isolates missed were late lactose fermenters and therefore were initially keyed into the system incorrectly. All of the Proteus mirabilis isolates missed were of the nonswarming type. Since swarming was not observed, we made no attempt to reidentify these isolates. No consistent errors were found for the C. freundii misidentification. In addition, both Salmonella isolates were not identified by the IDX system. All but one of the nonfermentative organisms tested was correctly identified. One Moraxella sp. did not give an acceptable probability value for identification. Overall, the full 5 h of incubation was required to give an acceptable probability index.
Five organisms, B. bronchiseptica, Chromobacterium sp., Eikenella corrodens, Pasteurella multocida, and V. parahaemolyticus are not claimed to be identifiable by the IDX system. The IDX could not identify three of these organisms, and two were identified incorrectly: V. parahaemolyticus was classified as a Moraxella sp. and Eikenella corrodens was identified as a Pseudomonas sp.
Previously published studies of the Autobac IDX system found it to be a rapid and reliable identification method (1, J. CLIN. MICROBIOL. 7). Our data are in accord with those reported by Sielaffet al. (7) in that the Autobac system agreed with conventional biochemical identification 90% of the time. Excluding those isolates for which no identifications are reported (i.e., those with an index <0.8), then the sensitivity of the system would be 95.8%. These data confirm the accuracy of 95.9% reported by Barry et al. (1) . Ninety percent of our misidentifications occurred in three different genera. One problem we encountered, which has not been reported previously, was the misidentification of late lactose-fermenting Escherichia coli. All four isolates we encountered were incorrectly identified. The five isolates of C. freundii were either misclassified or did not give an acceptable index. Similarly, Sielaff et al. (7) The identification of nonfermentative gram-negative rods generally requires at least 48 h. Based upon our limited number of strains, the IDX system appears to offer a rapid and reliable method for identification of this group of organisms.
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